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Figure 1 

obtain known peptide information: amino 
acid sequence and level of binding to one or 
more proteins 

analyze set of known peptides using 
individual binding prediction methods 



obtain sequences of 
candidate peptides 
with unknown 
binding affinity 



generate predictions of the binding affinity of 
candidate peptides for one or more proteins 
using: 

individual algorithmic analyses of known 
peptide information 
+ 

candidate peptide sequence information 



combine the multiple binding level 
predictions generated for each candidate 
peptide 
with a voting method 
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Selection of candidate peptides for further analysis, use or 

classification 
based on combined prediction of binding affinity 
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Figure 2 
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individual methods 
of predicting 
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Scoring by 
individual methods 
ofpredicting 
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Combined database of target and known epitope 
peptides with associated scores 



Scores for each peptide combined via voting methods 
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Sorting of all peptides according to combined scores 
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Assignment of Ranks 1, 2, and 3 to the list of sorted 
peptides, according to distribution of known epitope 
peptides 



Assignment of Classes to each target peptide 
and 

Selection of target peptides of desired class for further 
study or use 
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Figure 3 
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